. The targets prediction of gga-miR-34a-5p by Targetscan, micro T-CDS and miRDB software analysis. Figure S2 . Complementary binding sites in the 3' UTR of ACSL1 gene with gga-miR-34a-5p seed region. Figure S3 . Construction and validation of wild-type plasmid (A) and mutant plasmid (B). The sequences with or without the binding sites of gga-miR-34a-5p and 3' UTR of ACSL1 gene were cloned into psiCHECK-2 vector to construct Dual Luciferase Reporter vectors for the validation of gga-miR-34a-5p targeting ACSL1 gene. WT means wild-type vector; mut means mutant vector. hRluc means renilla luciferase, hluc+ means firefly luciferase.
Figure S4
. Phyletic evolution and conserved motif analysis of the ACSL1 amino acid sequences among species. The same length for introns was set. The NCBI accession numbers of ACSL1 nucleotide sequences and amino acid sequences from different species used in the conservative analysis were as follows: Homo sapiens ACSL1, NM_001286708.1, NP_001273637.1; Mus musculus ACSL1, NM_001302163.1, NP_001289092.1; Gallus gallus ACSL1, NM_001012578.1, NP_001012596.1; Meleagris gallopavo ACSL1, XM_010709780.2, XP_010708082.1, Gekko japonicus ACSL1, XM_015418694.1, XP_015274180.1; Ictalurus punctatus ACSL1, XM_017461516.1, XP_017317005.1; Danio rerio ACSL1, NM_001031837.1, NP_001027007.1. 
